To determine if the transcriptional changes we observed in association with GFP(CUG) 91 mRNA expression were shared with previous studies in mammals and patient samples,, we reanalyzed published data from 3 studies and determined the zebrafish orthologous for each altered gene. For studies in HAS LR mice(40,41) differentially expressed genes (DEGs) were obtained from the paper, reflecting fold changes of 1.5-2. For the human study of DM1 and DM2 muscle (49), the raw microarray data were downloaded from the NCBI GEO database and processed using our in-house pipeline with a DEG criteria of FDR <0.05 and FC >2. Only human and mouse genes that mapped to the annotated Zebrafish transcriptome were included in the analysis. The Venn diagram shows the degree of overlap of among species for the different models. 
